Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.055; wR factor = 0.183; data-to-parameter ratio = 19.2.
In the title compound, C 17 H 16 N 2 O 2 S, the pyrazinone ring is non-planar (r.m.s. deviation = 0.1595 Å ), with maximum deviations for the 4-position N atom and the adjacent nonfused-ring C atom of 0.2557 (15) and À0.2118 (16) Å , respectively. The dihedral angle between the benzyl ring and pyrazinone rings is 30.45 (18) . Intermolecular N-HÁ Á ÁO hydrogen-bonding interactions forms inversion dimers which lead to eight-membered R 2 2 (8) ring motifs. The dimers are further connected by C-HÁ Á ÁO interactions.
Related literature
For the biological activity of quinoxalines, see: Ali et al. (2000) ; Moustafa & Yameda (2001) . For related structures see: Nasir et al. (2009) . For graph-set notation, see: Bernstein et al. (1995) . Table 1 Hydrogen-bond geometry (Å , ). (Ali et al., 2000) and antitumor (Moustafa & Yameda, 2001) . In the present project we aimed to synthesize novel quinoxalinone derivatives which may have enhanced biological and pharmaceutical application.
Experimental
The title compound (I) is in continuation of previously published work on the analoguous structure, 4-[(2,5dimethylanilino)acetyl]-3,4-dihydroquinoxalin-2(1H)-one (II) (Nasir, et al., 2009) . The dihedral angle between the aromatic ring (C1/C2/C3/C4/C5/C6) and pyrazinone (C1/C6/N2/C8/C7/N1)is 14.01 (12)°. Unlike (II) no intramolecular hydrogen bonding have been observed in (I). The N-H···O type intermolecular hydrogen bonding developed from the cyclic amido functional group forms the inversion dimers and produce eight membered ring motif R 2 2 (8) (Bernstein et al., 1995) . Another C-H···O type hydrogen bonding interaction connects these dimers to another molecule Fig. 2 . The benzyl ring (C12/C13/ C14/C15/C16/C17) is oriented at dihedral angle of 14.01 (12)° and 30.45 (18)° with respect to aromatic and pyrazinone rings.
To a suspension of 4-(chloroacetyl)-3,4-dihydroquinoxalin-2(1H)-2-one (2.0 g, 8.9 mmoles) in absolute ethanol (60 mL) fine powdered sodium bicarbonate (1.5 g, 17.8 mmole) was added along with phenylmethanethiol (1.1 mL, 9.0 mmoles). The reaction mixture was heated under reflux for 8-10 h, the progress of the reaction was monitored by TLC (chloroform:ethyl acetate, 7:3 v/v). The reaction mixture was concentrated to half of the original volume under reduced pressure and the precipitate of the product which formed on cooling was filtered, washed with cold ethanol and recrystallized in ethanol.
Refinement
All the C-H and N-H H-atoms were positioned with idealized geometry with C-H = 0.93 Å for aromatic, with C-H = 0.97 Å for methylene and with N-H = 0.85 (3)Å for amido NH and were refined using a riding model with U iso (H) = 1.2 U eq (C & N). The reflection 1 1 0, 1 3 0 and 0 2 0 were omitted in final refinement as these were obscured by the beam stop. Fig. 1 . The labelled diagram of structure of (I) with thermal ellipsoids drawn at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures

Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq S1 0.67947 (5) 
